. Principal component analysis plot of molecular signatures of OS and control samples. The colors indicate the sample groups; red indicates BM-MSCs (controls) and blue indicates the OS samples. Shapes indicate clustering of the samples. PC1, principal component cluster 1; PC2, principal component cluster 2; OS, osteosarcoma; NA, not available; BM-MSCs, bone marrow mesenchymal stromal cells.
. Analysis of network topology for various soft-thresholding powers. The left-hand panel shows the scale-free fit index (y-axis) as a function of the soft thresholding power (x-axis). The right-hand panel shows the mean connectivity (degree, y-axis) as a function of the soft-thresholding power (x-axis). Power 12 is the lowest power for the fit index reaching a high value close to 0.9 but with reasonable connectivity. Figure S3 . Tumor-infiltrating immune cell profiles in osteosarcoma. NK, natural killer; RMSE, root-mean-squared error. 
